
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Figure S1. Mismatch distribution profiles for mtDNA CR haplotypes, for the 

provinces of Comunera (A), García Rovira (B), Guanentá (C), Metropolitana (D), Soto Norte (E), 

Vélez (F) and Yariguíes (G). The x-axis shows the number of pairwise differences and the y-axis 

shows the number of observations.  
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Supplementary Figure S2. Network representation of branches inside haplogroup B. Haplotypes were framed between positions 16024ς16193 16194ς309 310ς315 316-

523 525-573 574ς575, to discard indels at homopolimeric tracts. 

*Haplotypes including one alternative sequence from samples with heteroplasmic position (see point heteroplasmies in Supplementary Table S2). 

 

 

 



 

 

Supplementary Figure S3. Network representation of haplogroups A2+64, A2+64+153 and A2+64+16129. 

Haplotypes were framed between positions 16024ς16193 16194ς309 310ς315 316-523 525-573 574ς575, to 

discard indels at homopolimeric tracts. 

*Haplotypes including one alternative sequence from samples with heteroplasmic position (see point 

heteroplasmies in Supplementary Table S2). 


